MycoCosm Comparative Genomics View
Gene families summary view g g , was assembled primarily from 454-sequenced reads and annotated with the aid of > 2 million 454 ESTs and > 300 million Solexa ESTs. To most effectively deploy these very large numbers of ESTs we developed 2 novel methods for clustering the ESTs into assemblies. We have also developed a pipeline to propose orthologies and paralogies among genes in the species complex. In the near future we will apply these methods to additional species of Black Aspergilli that are currently in our sequencing pipeline. 
